. Two 20-nt sequences that were identical between rice and ColE1. CGGCCGCGATATCCTGCAGA Figure 7 . The assembled vector-like sequences were obtained from the wild type and T 1 samples in which no vector sequences were expected. The alignment was generated by Clustal X (ver. 2.1) downloaded from http://www.clustal.org/clustal2/. Figure 8 . Detection of identical 20-mers between the real genome and vector sequences. KAPA's library preparation kit was used. The reads were aligned to (a) the vector used for rice and (b) ColE1. Although some cisgenic regions (green boxes) had a number of hits in (a), the previously detected contamination (orange boxes in Fig. 3a) was not observed. Figure 11 . A complete version of Supplementary Fig. 10 . Figure 12 . Expression vector construct for sgRNA and SpCas9 in rice. 0.038% 0.007% 0.003% 0.023% 0.003% 0.000% 0.000% 23 0.010% 0.002% 0.001% 0.006% 0.001% 0.000% 0.000% 24 0.003% 0.000% 0.000% 0.001% 0.000% 0.000% 0.000% 25 0.001% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 26 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 27 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 28 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 29 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 30 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 0.000% 10x 20x 30x 40x 50x 0.55±0.88 0.67±0.94 0.67±0.95 0.68±0.94 0.69±0.96
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